Flapjack is a visualization and analysis program for genotype data. The software is provided by
The James Hutton Institute (JHI) and runs on Windows, Linux and MacOS. The program is
available from Flapjack Download. Data from T3 website can be accessed by

1. Saving from T3 then importing into Flapjack or

2. Using BrAPI to import directly into Flapjack

Download data from T3 website then import the data into Flapjack

1. The data can be selected by Select => Wizard or Select => Lines by Genotype Experiment
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2. Go to Select => Genetic Map
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3. Goto Download => Genotype and Phenotype Data - Select Flapjack format
4. Select “Create File”

wnload ~ Browse~ Rep v Manage v Resources~

M Genotype and Phenotype Data I
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Minimum MAF 2 5 %  Remove markers missing > 50 % of data

Removed by filtering Remaining
73 markers have a minor allele frequency (MAF) less than 5%

0 markers are missing more than 50% of data 6232 markers
73 markers removed
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genotype coded as {AA=1, BB=-1, AB=0, missing=NA}

Createfile  comma delimited read.table("snpfile.txt", header=TRUE, check.names=FALSE)

read.table("genotyp.hmp.txt", header=TRUE, check.names=FALSE)
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Impute missing genotypes using Beagle




5. In Flapjack Program select “Import Data”

Learning more

o O Import Data
Yech B Maps and Genotypes & Phenotypes i Features (QTL) '~ Graphs © Example Data
Flap Use this tab to import map and genotype data into a new or existing Flapjack project.
pjack/: jack
~Data files to import:
Map file (optional): /Users/cbirkett/Downloads/download_QLUL/geneticMap.txt E Bt
Genotype file: /Users /cbirkett/Downloads /download_QLUL/snpfile.txt z Browse...
~Advanced options:

Edit the advanced options to adjust how Flapjack will process the files being imported.
Advanced options...

6. Onthe “Map file” line select “GeneticMap.txt” file.
7. Onthe “Genotype file” line select “Browse” then select the “snpfile.txt” file.

[ Chromosome: 1D B 2,259 lines, 157 markers, length: 494,149,323,000




Use BrAPI to directly import data from T3 into Flapjack

1. In Flapjack Program select “Import Data” then select left arrow so Via BrAPI is visible.
2. Select “Import via BrAPI”
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Via BrAPI Maps and Genotypes & Phenotypes
BrAPI:
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jack

k/si

lapjack
The Breeding API specifies a standard interface for plant phenotype/genotype databases to serve their data to P

crop breeding applications. It is a shared, open API, to be used by all data providers and data consumers who
wish to participate.

Lset
The Breeding API (BrAPI) Project is an effort to create a RESTful specification to enable interoperability
among plant breeding databases.

http:/ /brapi.org
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3. Inthe Category select “Triticeae Toolbox, The” then “Next” then “Next” again.
4. Select from the list of studies then “Next”




iettina started
il ® O C Import from BrAPI (V1.1)

~Study selection:

Available studies: 1 - CMT_PilotSpringPlate3

:[ Details:

CMT_PilotSpringPlate3 - 1

5. Select from the list of Maps then “Next”
6. The Importing data step may take several minutes for large studies or maps.



